Objectives. Aquaporins (AQPs) are integral membrane proteins engaged in the modulation of water homeostasis, but the roles they play in chronic otitis media (COM) have not been well investigated. Accordingly, we undertook document relations between the mRNA expressions of AQPs and COM, and explored the relation between these expressions and otorrhea, which is one of the most common symptoms of COM.
INTRODUCTION
Otitis media (OM) is a generic term for all inflammatory changes originating in the middle ear cavity. OM is encountered in many forms with different onset times and clinical and pathological findings. OM is caused by multiple actions of diverse factors, but mainly develops due to eustachian tube dysfunction or microbial infection. Pathohistological findings in OM include changes in the epithelial cells and subepithelial tissues of the middle ear cavity with osteoclasis and bone resorption of bony structures [1] . More specifically, the major pathohistological findings of chronic otitis media (COM) include irreversible changes, such as granulation tissue formation, cholesterol granuloma with cholesteatoma, fibrosis, bony destruction, and these changes depend on whether COM is active or inactive [2, 3] .
Otorrhea is one of the most common symptoms observed in COM patients. In most cases, COM is accompanied by intermittent otorrhea, but continuous active otorrhea may occur in perforated OM accompanied by acute infection. Clinical manifestations of otorrhea vary depending on the severity of inflammation [4, 5] . Furthermore, it has been suggested middle ear effusion and ejection dysfunction derived from OM might be associated with aquaporin (AQP) dysfunctions, which are known to contribute to the control of water homeostasis [6] . AQP expressions in the middle ear and eustachian tube in the presence of OM has been investigated in animals and humans [7] [8] [9] [10] [11] , but no study has yet addressed AQP expression levels in COM patients or the role of AQPs in relation to COM. Accordingly, in the present study, we explored whether AQP 1, 2, 3, 4, 5, 6, 8, and 10 mRNAs are considered to be related to OM, are expressed in tissues of the middle ear cavity in COM, and whether their expressions are related to clinical manifestations. In addition, we also investigated the relation between AQP expression and the development of otorrhea.
MATERIALS AND METHODS

Subjects
The study subjects were 81 patients who visited the Department of Otorhinolaryngology-Head and Neck Clinic of Kyung Hee University Medical Center from May 2015 to August 2017. Patients who visited the center for symptoms such as hearing loss, otorrhea, tinnitus, otalgia, or dizziness of more than 3 months and diagnosed with a perforated tympanic membrane (TM) with or without otorrhea, those with abnormal lesions in the middle ear and mastoid cavity as determined by temporal bone computed tomography, and those with granulation tissues and chronic inflammation based on biopsy finding conducted during surgery, were defined as COM patients. Particular attention was paid to the identification of the origin of otorrhea development in TMs or external auditory canals using otoscope or endoscope and by referring to patient complaints. In patients with hearing loss, pure tone audiometry (PTA) was performed to measure hearing thresholds, and bacterial culture tests were conducted for patients with otorrhea. Before study commencement, written informed consent was obtained from patients, parents, or guardians with respect to the use patient samples after providing an explanation of study purposes. 
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CR, polymerase chain reaction; AQP, aquaporin.
sequences, we referred to previous studies (Table 1 ) [6] [7] [8] [9] [10] [11] . Realtime PCR was performed using the StepOnePlus real-time PCR system and Power SYBR Green PCR Master Mix (Applied Biosystems, Foster City, CA, USA). PCR reactions were performed with 1 µL of cDNA in a 20 µL reaction mixture containing 10 µL of Power SYBR Green PCR Master Mix, 2 µL of primers, and 7 µL of PCR-grade water. Initial denaturation was conducted at 95°C for 10 minutes and was followed by 40 amplification cycles of 95°C for 15 seconds and 60°C for 1 minute. The crossing points of target genes with β-actin were calculated using the formula 2 -(target gene-β-actin) and the natural logarithm was used in all logarithmic transformations. Real-time PCR was performed twice and their average value was obtained.
Evaluation of hearing level and type of hearing loss
PTA was performed by measuring air conduction (AC) and bone conduction (BC), and hearing levels were calculated as the average of three frequencies (500, 1,000, and 2,000 Hz). Based on PTA results, types of hearing loss were classified as either conductive hearing loss (CHL) or sensorineural hearing loss (SNHL). Patients with decreased AC and normal BC, an airbone gap (ABG) >10 dB HL, and a negative Rinne test were diagnosed as having CHL; whereas patients with similar decreases in AC and BC, or ABG ≤10 dB HL, and with a positive Rinne test were diagnosed as having SNHL [12] .
Statistical analysis
The analysis was conducted using IBM SPSS ver. 20.0 (IBM Corp., Armonk, NY, USA). Results are expressed using descriptive statistics as means and standard deviations, frequencies, or percentages. The Kolmogorov-Smirnov test was used to determine numerical variables were normally distributed. The significances of intergroup differences were determined using the student t-test, the Mann-Whitney U-test, or the Kruskal-Wallis test followed by post hoc comparisons (Tukey's honest significant difference test and the Bonferroni-adjusted Mann-Whitney test). Statistical significance was accepted for P-values <0.05.
RESULTS
Demographic and clinical characteristics
Eighty-one patients diagnosed with COM were enrolled in this study. No differences were found between the otorrhea and non-otorrhea groups with regard to age, sex, duration of illness, affected side, or levels of hearing loss (P>0.05). However, the rate of SNHL was higher in the otorrhea group (P=0.020) ( Table 2 ).
Comparison of the mRNA expressions of AQP 1, 2, 3, 4, 5, 6, 8, and 10 AQP 1, 2, 3, 4, 5, 6, 8, and 10 mRNAs were expressed in inflammatory tissues obtained from the 81 study subjects. AQP 5 mRNA was most predominantly expressed, followed by AQP 3, 1, 10, 6, 8, 2, and 4 in decreasing order (Table 3) . Values are presented as mean±standard deviation. AQP, aquaporin. AQP expressions were noticeably lower in the otorrhea group than in the non-otorrhea group, and the expressions of AQP 4 and 6 mRNAs were significantly lower (P<0.05) (Fig. 1) .
Relations between the mRNA expressions of AQP 1, 2, 3, 4, 5, 6, 8, and 10 and hearing loss type and severity
The 81 study subjects were divided into CHL and SNHL groups based on the results of PTA. AQP expressions were found to be higher in the CHL group than in the SNHL group, but not significantly so (P>0.05) (Table 4) . Similarly, the study subjects were divided into ≤40 dB and >40 dB groups based on serviceable hearing levels. There were no differences of AQP expressions in these two groups (P>0.05) ( Table 5 ).
DISCUSSION
The incidence of OM is very high and the prevalence of COM is dependent on endogenic and exogenic factors. The former includes genetic, racial, and sex-and age-related factors, and the latter environmental, social, and cultural factors. In most cases, AOM can be cured without after effects, but in some recurrent OM or OM with effusion (OME) inflammation persists or reoccurs. Furthermore, even after treatment, AOM can become chronic due to incomplete cure of inflammation in the middle ear cavity. However, the factors responsible for the development of chronic inflammation after acute infections of the middle ear and mastoid cavity have not been elucidated [1] [2] [3] [4] [5] .
In a recent study, it was concluded water and electrolyte channel proteins in the middle ear mucous membrane contribute to the generation or elimination of fluid in the middle ear [6] . With regard to the defensive role of mucous epithelium of the middle ear and eustachian tube, homeostasis of mucosal and pericilliary fluid layers produced by ciliated and goblet cells should be maintained, and to achieve this water must be appropriately controlled [13] . Changes in the amount of water in the middle ear mucous membrane and in electrolyte compositions can be attributed to causes of middle ear diseases, such as, OM, chronicization, middle ear effusion, and otorrhea, and AQPs are engaged in this modulation of water levels [14, 15] .
It has been reported AQPs are involved in urine concentration, the control of water egress in sweat, ischemia, tumors, edema (caused by viral infection), and during cell migration, metabolic processes, and the transmission of neural information. The AQPs that move only water are AQP 0, 1, 2, 4, 5, 6, and 8. AQP 3, 7, 9, and 10 are called aquaglycoporins as they move glycerol and water, and eight AQP types, that is, AQP 1-6, 8, and 10, have been reported to be expressed in the middle ears of humans and animals [11, [16] [17] [18] [19] . Previous studies conducted on human subjects have reported the presence of AQP 5 mRNA in the mucous membranes of OME, AQPs 3 and 10 in the effusion of OME, and AQPs 1, 2, 3, 4, 5, 6, 8, 10, and 11 in normal human middle ear epithelium (Table 6 ). However, no study has previously determined whether the mRNAs of AQP 1, 2, 3, 4, 5, 6, 8, 10, and 11 are expressed in COM patients. In the present study, we examined relations between the expressions of the mRNAs of AQP1-6, 8, and 10 and the pathophysiology of COM. We found that the mRNAs of AQP 1-6, 8, and 10 were expressed in the granulation tissues of COM patients. These expressions, in decreasing Values are presented as mean±standard deviation. AQP, aquaporin; PTA, pure tone audiometry. AQP, aquaporin; NHMEE, normal human middle ear epithelium; OME-M, mucosa of middle ear cavity from patients with otitis media with effusion; OME-E, effusion of middle ear cavity from patients with otitis media with effusion; IHC, immunohistochemistry; qPCR, quantitative real-time polymerase chain reaction. order, were as follows; AQP 5>3>1>10>6>8>2>4. In a study using murine COM models it was reported the expressions of AQP mRNAs in middle ears were 2.79-fold higher in uninfected ears and 5.40-fold higher in infected ears than in normal controls, and thus, it was suggested inflammation contributes to the upregulations of AQPs [20] . Similarly, other studies have shown that the mRNAs of AQP 1, 2, 3, 4, 5, 6, 8, 10, and 11 mRNAs are expressed in OME patients. Collectively, these results show inflammation in the middle ear affects the mRNA expressions of AQPs, and that these AQPs play the similar roles in immune response in patients with COM. Changes in the expression and location of AQPs under specific conditions are associated with many diseases. Furthermore, malfunctions in the processes responsible for the metabolisms of AQPs can cause various diseases. Specifically, a number of studies have indicated that tumors develop and grow more slowly in AQP 1 knockout mice [21] , skin hydration, elasticity, barrier recovery, and wound healing are reduced in AQP 3 knockout mice [22] , migrations of stellate cells are reduced by chemotactic factors, and glial scar formation engaged in restoring injured cerebral tissues was delayed in AQP 4 knockout mice [23] , and sensitivities to light and sound are attenuated in AQP 4 knockout mice [24] . Interestingly, it has also been shown adipocyte hypertrophy and fat accumulation in AQP 7 knockout mice [25] .
AQPs are expressed in immune cells of the innate and adaptive immune systems in human. If pathogens penetrate and damage the middle ear, ion channels in relevant cells are disrupted, and consequently the functions and expressions of transmembrane AQPs are altered. Such conditions cause abnormal changes in intracellular signals and cell membrane potentials resulting in exudation [26] . In the present study, it was found that the mRNA expressions of all AQPs were lower in the otorrhea group than in the non-otorrhea group, and those of AQP 4 and 6 were significantly lower. These results are similar to those obtained in other disease conditions and it has been established dysfunctional AQP expressions disrupt the modulations of water and inflammation. Accordingly, our observations suggest that AQPs play a role in the regulation of water levels in the tissues of the middle ear, and that disruption of water homeostasis in middle ear cells due to diminished AQP expression results in the excessive accumulation of water in the middle ear cavity, and thus, persistent otorrhea.
Generally, COM is accompanied by hearing loss, usually CHL, although prolonged or severe inflammation may be accompanied by labyrinthitis, which leads to mixed hearing loss or SNHL. Level of hearing loss are determined by the sizes and locations of TM perforations and the states and motilities of ossicular chains [27] . Furthermore, ossicular lesions are dependent on the type of COM and the presence or absence of otorrhea. In other words, ossicular lesions are encountered more frequently in active COM with otorrhea than in inactive COM without otorrhea [28] . However, the relation between hearing loss and AQPs have not been explored in animals or humans. In the present study, we compared the expressions of AQP mRNAs with respect to hearing loss type and level, to determine whether AQP expressions are dependent on the level, type, and presence of hearing loss and whether the presence of SNHL is dependent on the expressions of specific AQP mRNAs. However, contrary to our expectations, the results obtained were not statistically significant.
The present study has several limitations that warrant mention. First, for ethical reasons, we were not able to incorporate healthy ears as controls. Second, we measured AQP mRNA levels and not protein levels, and thus, we are unable to comment on the expressions of AQP proteins. Third, in the patients who were classified as non-otorrhea group because of the absence of otorrhea in external auditory canals, inflammation and otorrhea were found in the middle ears and mastoid cavity during surgery. Fourth, antibiotics had been administered before surgery to members of the both otorrhea and non-otorrhea groups, and this may have altered the mRNA expressions of AQPs.
In conclusion, the present study shows the mRNAs of AQP 1, 2, 3, 4, 5, 6, 8, and 10 are associated with the development of COM, and that in patients with COM and otorrhea, the mRNA expressions of AQP 4 and 6 are significantly decreased. Our results suggest the mRNA expressions of AQPs influence the development of otorrhea in COM patients.
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